For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section. n/a Confirmed The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly
The statistical test(s) used AND whether they are one-or two-sided Only common tests should be described solely by name; describe more complex techniques in the Methods section.
A description of all covariates tested A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient) AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)
For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted Our web collection on statistics for biologists contains articles on many of the points above.
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Data analysis
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors/reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
Fitnat Yildiz and Gerard Wong 2/20/2020
No custom data collection software not previously described was used for these studies. 
Antibodies
Antibodies used
The source data underlying Figures 2b-d, 2f , 3a-b, 3e, 3g, 4b-e, 7b, Supplementary Figures 1b, 4 , 5b-c, 9c, 9e, and 11b are provided as a Source Data file. The source data for all other figures is available upon request from the corresponding authors.
No statistical method was used to determine sample sizes, as sample sizes were chose based upon historical data.
Single-cell experiment sample sizes were determined as previously published in the following references: Lee, C. K. et al. Multigenerational memory and adaptive adhesion in early bacterial biofilm communities. Proc. Natl. Acad. Sci. 115, 4471-4476 (2018 , e00670-19 (2019) .
No data were excluded from these analyses.
All analyses were replicated with at least two biological replicates, or more where indicated, and replication attempts were successful.
There was no randomization for these experiments. All strains were grown under similar conditions, to ensure that bacteria were at equivalent states at the beginning of each experiment. Therefore, all observed differences are attributed to either the genotype differences between the strains being tested, or the variations in the treatment conditions tested on the strains.
Blinding was not used, for as mentioned above, all strains were grown under similar conditions prior to the start of experiments, and the observed differences are attributed to either the genotype or treatment of the strain under the experimental conditions tested.
Rabbit polyclonal anti-MshA was used at a 1:1000 dilution of 1mg/mL stock for immunoblot experiments and 40ug total for Cryo-ET analysis. HRP-conjugated goat anti-rabbit antibody was used for immunoblots at 1:2500 dilution of 2mg/mL stock (Promega Co.)
